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Introduction: Pneumococcal infections cause a high death toll in Sub Saharan Africa (SSA) but the recently
rolled out pneumococcal conjugate vaccines (PCV) will reduce the disease burden. To better understand
the population impact of these vaccines, comprehensive analysis of large collections of pneumococcal
isolates sampled prior to vaccination is required. Here we present a population genomic study of the
invasive pneumococcal isolates sampled before the implementation of PCV13 in Malawi.
Materials and methods: We retrospectively sampled and whole genome sequenced 585 invasive isolates
from 2004 to 2010. We determine the pneumococcal population genetic structure and assessed serotype
prevalence, antibiotic resistance rates, and the occurrence of serotype switching.
Results: Population structure analysis revealed 22 genetically distinct sequence clusters (SCs), which con-
sisted of closely related isolates. Serotype 1 (ST217), a vaccine-associated serotype in clade SC2, showed
highest prevalence (19.3%), and was associated with the highest MDR rate (81.9%) followed by serotype
12F, a non-vaccine serotype in clade SC10 with an MDR rate of 57.9%. Prevalence of serotypes was stable
prior to vaccination although there was an increase in the PMEN19 clone, serotype 5 ST289, in clade SC1
in 2010 suggesting a potential undetected local outbreak. Coalescent analysis revealed recent emergence
of the SCs and there was evidence of natural capsule switching in the absence of vaccine induced selec-
tion pressure. Furthermore, majority of the highly prevalent capsule-switched isolates were associated
with acquisition of vaccine-targeted capsules.
Conclusions: This study provides descriptions of capsule-switched serotypes and serotypes with potential
to cause serotype replacement post-vaccination such as 12F. Continued surveillance is critical to monitor
these serotypes and antibiotic resistance in order to design better infection prevention and control mea-
sures such as inclusion of emerging replacement serotypes in future conjugate vaccines.
 2017 The Authors. Published by Elsevier Ltd. This is an openaccess article under the CCBY license (http://
creativecommons.org/licenses/by/4.0/).
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1. Introduction
With over one million deaths and approximately fifteen million
disease episodes annually, Streptococcus pneumoniae (the pneumo-
coccus), is one of the most significant global causes of serious
human infections including pneumonia, bacteremia and meningi-
tis [1]. The highest burden and mortality due to invasive pneumo-
coccal disease (IPD) occurs in resource poor settings such as Sub-
Saharan Africa (SSA). In Malawi, it is the highest cause of bacterial
meningitis [2,3] and the second highest cause of bacteremia [4].
The incidence of adult IPD is estimated at 58 per 100,000 with
the highest rates (108 per 100,000) recorded in adults aged
between 35 and 40 due to high HIV prevalence [5] and rates in chil-
dren substantially higher than this based on hospitalization data
[6]. Nasopharyngeal carriage rates have been reported as 20% in
adults [7] and 42% in children [8] often involving simultaneous car-
riage with multiple serotypes [9].
The heptavalent pneumococcal conjugate vaccine (PCV7),
licensed in 2000 (www.gavi.org) targeted the seven most prevalent
serotypes in the US out of nearly 100 serotypes characterized glob-
ally [10] and is highly effective against vaccine type IPD [11]. In
contrast with the US, there was low theoretical serotype coverage
in SSA (e.g. 40% in Malawi) due to dominance of non-PCV7 targeted
serotypes particularly serotype 1 [8,12]. Despite the high efficacy
of PCV7 [13], following vaccination non-vaccine serotypes became
more common in carriage and IPD, a phenomenon termed serotype
replacement [14]. To guard against the emerging replacement ser-
otypes such as 19A [14] and expand serotype coverage, higher
valency PCVs (PCV10 and PCV13) were licensed. PCV13 was intro-
duced in Malawi in 2011 [15], which targets serotypes 1, 3, 4, 5, 6A,
6B, 7F, 9V, 14, 18C, 19A, 19F and 23F.
Given that changes in the pneumococcal genome particularly
the capsule biosynthesis genes could impact effectiveness of pneu-
mococcal conjugate vaccine formulations, a crucial component of
ensuring sustained prevention of pneumococcal disease will be
monitoring pneumococcal genomic and phenotypic evolution over
time. In Malawi, previous work investigated the genetic structure
of the invasive isolates [16] but due to limitations including a
smaller dataset (n = 134), it was not adequate to effectively resolve
the genetic structure and temporal evolution of the pneumococcal
lineages. Here we extend this analysis to conduct a population
genomic analysis of whole genome sequenced invasive isolates
(n = 585) sampled over a seven-year period (2004–2010) before
the implementation of PCV13 vaccine in November 2011 in
Malawi. Due to the fact that pneumococci frequently switch their
serotype by swapping genes between different serotypes involved
in capsule biosynthesis, we analysed the serotype and lineage dis-
tribution, antibiotic resistance, temporal evolution and capsule
switching in context of genetic structure of the isolates.
2. Materials and methods
We retrospectively sampled 585 invasive pneumococcal iso-
lates from blood and cerebral spinal fluid (CSF) from the bacterial
isolate archive at the Malawi-Liverpool-Wellcome Trust Clinical
Research Programme for whole genome sequencing (Supplemental
Table S1). The isolates were sampled blindly of the serotype in
order to represent their prevalence in IPD and not based on inclu-
sion based on their serotypes. The isolates in the archive were col-
lected from patients at the Queen Elizabeth Central Hospital in
Blantyre, the largest referral hospital in Southern Malawi. We
extracted DNA using QIAamp DNA mini kit, QIAgen Biorobot (Qia-
gen, Hilden, Germany), and Wizard DNA Genomic DNA Purifica-
tion Kit (Promega, WI, USA). DNA sequencing was done at the
Wellcome Trust Sanger Institute using Illumina Genome Analyzer
II and HiSeq platforms (Illumina, CA, USA). Whole genome align-
ment, sequence assembly, phylogeny construction, recombination
detection, detection of antibiotic resistance genes, coalescent, and
statistical analyses were done as described in Supplemental Mate-
rials and Methods. Sequence typing and serotyping were done
using multilocus sequence typing (MLST) [17,18], and PCR [19]
and genomic approach respectively [20]. The sequence reads for
the isolates were deposited in the European Nucleotide Archive
(www.ebi.ac.uk/ena) and their accession numbers are provided in
Supplemental Table S1. We used disc diffusion for antibiotic sus-
ceptibility testing and interpreted the findings using the British
Society Antimicrobial Chemotherapy (BSAC) guidelines. The study
was approved by the University of Malawi’s College of Medicine
Research and Ethics Committee (approval number: P08/14/1614).
3. Results
3.1. Characteristics of pneumococcal isolates before vaccination
Pneumococcal isolates from blood and CSF were collected from
adults and children through routine pathogen surveillance at the
Queen Elizabeth Central Hospital, the largest referral hospital in
Blantyre, Malawi. We sequenced a randomly sample of 585 isolates
from collection of >5000 pneumococcal isolates from 2004 to 2010
for whole genome sequencing in order to determine the pneumo-
coccal genomic epidemiology and evolution pre-PCV13 implemen-
tation in 2011 (Fig. 1A and B and Table S1). Of these samples, 65.5%
and 38.5% of the isolates were from blood and cerebrospinal fluid
(CSF) respectively. By vaccine status, 68.7% of the study isolates
contained a vaccine type (VT) serotype targeted by the PCV13 vac-
cine formulation. Although the number of isolates collected were
higher in children <5 years old and adults above 30 years old, the
prevalence of vaccine type (VT) serotypes decreased consistently
with increasing age (Fig. S1A–C). The prevalence of serotypes also
varied by these age groups, with some serotypes common in the
under fives.
3.2. Genetic population structure analysis reveals high population
diversity
To determine the pneumococcal population structure and
diversity, we did comparative genomic analysis of the isolates by
clustering the isolates into sequence clusters (SC) using an unsu-
pervised Bayesian hierarchical clustering approach [21]. Such SCs
defines the unique subpopulations of genetically similar isolates,
which are predominantly of the same serotype but some SCs con-
tained multiple serotypes because of serotype switching due to
recombination-mediated swapping of genes between isolates of
different capsule types (Fig. 1C). Overall 22SCs were identified
and of these 22 SCs, SCs 1–21 were monophyletic with a single
common ancestor while SC22 had multiple common ancestors
and thus it was polyphyletic (Fig. 1D). Due to the inclusion of more
isolates in this study, the number of SCs identified were identified
than in a previous study [22]. Because of the high sequence diver-
sity in SC22, our analysis of SCs focuses largely on SCs 1–21. Over-
all, the sequenced samples were comprised of 46 serotypes and
134 sequence types (ST).
3.3. Prevalence of pneumococcal serotypes and SCs – high dominance
of serotype 1 lineage
The most dominant monophyletic SC was SC2 and was com-
prised of only serotype 1 isolates (19.3%) which are mostly
(84.96%) of multi locus sequences type 217 (ST217, also known as
Sweden1-27 or PMEN27) [23,24] (Figs. 1C, 2A). The prevalence of
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serotype 1 peaked in adolescents (Fig. 2B). Other dominant sero-
types included serotype 6A (10.8%) in multiple SCs including SC3
(ST2902), SC15 (ST2285/ST9532) and SC21 (ST2987), serotype 5
(9.2%) in SC1 (ST289) and serotype 23F (6.2%) in SC8 (ST802). Other
SCs with only a single serotype included serotypes 5 in SC1 (ST289)
or Colombia5-19 (PMEN19) [25], 16F in SC5 (predominantly ST705),
19A in SC4 (ST9457), 10B in SC7 (ST7055), 23F in SC8 (ST802), 6A in
SC15 (ST9532), 12B in SC16 (ST10583), 4 in SC20 (ST2213) and 6A in
SC21 (ST2987). Other SCs contained multiple serotypes such as
SC12, a PMEN25 (Sweden15A-25) lineage, which contained ST63
isolates revealing a serotype switch in Malawi from serotype 15A
to serotype 14 [26]. The annual prevalence of serotypes was stable
temporally although prevalence of serotype 1 appeared to decline
but this was likely due to sampling bias. Conversely, prevalence
of serotype 5, which was largely from 2004 to 2009 showed an
increased prevalence in 2010, which suggested the occurrence of
an undetected small-scale local outbreak in 2010 (Fig. S2).
3.4. Antibiotic resistance rates in different serotypes
Phenotypically, antibiotic resistance rates were variable with
highest rates associated with cotrimoxazole (93.91%) followed by
tetracycline (50.63%), chloramphenicol (27.29%) and penicillin
(10.37%) while low resistance was associated with erythromycin
(1.6%) and ceftriaxone (0.38%) (Fig. 3A). Because of limited or
unavailability of phenotypic data, resistance rates for cefaclor
and ampicillin are not presented. Highest multidrug resistance
(MDR) rate was observed among the serotype 1 isolates (81.91%),
which harbored isolates mostly resistant to tetracycline (94.34%),
cotrimoxazole (96.74%) and chloramphenicol (86.11%). Overall,
there was higher resistance among VT than NVT isolates for tetra-
cycline (p < 0.0001), chloramphenicol (p = 0.003) and cotrimoxa-
zole (p = 0.01) but not the other antibiotics although prevalence
of penicillin resistant isolates appeared to be slightly higher in
NVTs than for VTs (Fig. 3A). Serotype 12F (SC10), an NVT serotype,
Fig. 1. Pneumococcal genetic population structure pre-vaccination in Malawi. (A) Map of Africa and Malawi showing the sampling location of the isolates. (B) Number of
pneumococcal isolates from blood and cerebrospinal fluid (CSF) sequenced every year. (C) Stacked bar plot showing number of isolates of in serotypes with at least 3%
prevalence. All other serotypes were grouped as ‘other’. The bars are categorized by sequence cluster (SC). (D) Maximum likelihood phylogeny annotated with the sequence
clusters (SCs) showing genetic relationships of the isolates. Both SCs and serotypes are labelled on the tree and branches for the monophyletic SCs (SC1-21) are colored in
non- colors while SC22 (polyphyletic clade) is colored in . The phylogeny was out-group rooted using a classical non-typeable (NT) isolate obtained from carriage.
4596 C. Chaguza et al. / Vaccine 35 (2017) 4594–4602
showed the second highest MDR rate (57.9%) after serotype 1 iso-
lates (Fig. 3B).
3.5. Most pneumococcal lineages showed recent emergence
Where we were able to calibrate a molecular clock, we esti-
mated the time of emergence and mutation rates for the SCs using
BEAST [27]. Only five SCs namely SC1, SC2, SC3, SC5 and SC11
revealed sufficient molecular-clock signal and were used for coa-
lescent analysis (Fig. S3). The mean mutation rates for the SCs ran-
ged from 6.46  1006 to 1.13  1005 SNPs/site/year, which
equated to the introduction of one to as high as twenty-five SNPs
in the genomes per year (Fig. S4). Serotype 1 in SC2 was highly clo-
nal and coalescent analysis showed that it emerged recently1987
(95% credible interval [CI]:1981–1992) and was the ancestral sero-
type 1 ST in Malawi (Fig. 4). Since the emergence of SC2, serotype 1
isolates have shown high stability in their relative genetic diversity
(or the effective population size) with no observable changes in
antimicrobial resistance rates. Clade SC5, which contains serotype
16F showed the most recent emergence (2004) while the other
SCs emerged in 1980s similarly to SC2 (Fig. S3). Serotype 5 isolates
in SC1 dates back to1983 (95% CI:1971–1992), SC3 (6A) in1988
(95% CI:2002–1961), serogroup 7 (7A/F) isolates in SC11 emerged
in 1970 although this may not be very reliable due to the large
confidence intervals (95% CI:1845–1998).
3.6. High occurrence of non-PCV13 induced capsule switching
Pneumococcal isolates can switch their serotype (capsule)
through mutations and recombination in the capsule biosynthesis
locus [28]. Certain serotypes particularly those with high intra-
serotype sequence diversity such as serotypes 6A, 19A, 18B/C and
those associated with more SCs were associated with multiple
SCs due to non-PCV13 induced capsule switching (Fig.5A–C).
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Capsule-switched serotypes were inferred as the isolates with
identical STs but different serotypes and in some case genetically
related isolates with different STs but identical serotypes. Because
a serotype is a derived trait (phenotype), assigning directionality of
a serotype switch was based on either the genetic relatedness of
the switched strains or their prevalence whereby the acquired cap-
sule was already associated with another dominant lineage. Occur-
rence of capsule switching between very closely related isolates
reflected their recent occurrence as such the potential original ser-
otypes could be inferred (Table 1). On the other hand, the original
serotypes could not be determined for non-recent switches espe-
cially where there was replacement of the original serotype in
the SCs due to successful clonal expansion of the capsule-
switched serotype. Examples of non-recent capsule switches
included acquisitions of serotype 6A in multiple SCs such as SC3,
SC15 and SC21 (Fig. 5D, Fig. S5). Majority of the recent capsule
switches occurred not between isolates of the same ST (e.g.
ST36117F? ST3616A in SC13) but also of the same serogroup (e.g.
ST98912F? ST98912B in SC10) (Table 1). Serotype within identical
serogroups reflected occurrences of spontaneous mutations in
the capsule biosynthesis locus (e.g. ST29026A? ST29026B in SC3)
while recombination caused switches between serogroups (e.g.
ST508023A? ST50809A in SC22). Although occurrence of capsule-
switches did not vary between VT and NVT serotypes, switches
to VT serotypes appeared to result in higher prevalence of the
capsule-switched isolates than NVT serotypes (Table 1).
4. Discussion
In this study we demonstrate the pneumococcal genetic popu-
lation structure before introduction of PCV13 vaccine in Malawi.
We found a high serotype and clonal diversity in Malawi and dom-
inance of serotype 1 lineage (SC2), which was associated with
highest antibiotic resistance rates. The prevalence of other sero-
types remained stable although there was an increase in preva-
lence of PMEN19 isolates (SC1) in 2010. We also showed recent
important or emergence of different pneumococcal lineages and
serotypes using coalescent analysis, and high levels of
recombination-mediated natural capsule switching in the absence
of vaccine induced selection pressure. Some capsule switched lin-
eages underwent successful clonal expansion over time resulting
in the formation of multiple lineages with identical serotypes.
Serotype 1 (SC2) is common in SSA hence its dominance in
Malawi to cause 19.3% of the IPD was not unexpected [29–32].
Other serotypes such as serotype 5 (SC1) ST289 largely absent else-
where such as in the USA [33], serotype 23F (SC8) largely ST802
and 6A (multiple STs and SCs) were also common in Malawi partic-
ularly in the under-five aged children. Although PMEN clones are
globally prevalent [34], only three PMEN clones namely PMEN19
(SC1), PMEN25 (SC12) and PMEN27 (SC2) were identified in
Malawi consistent with previous data [16]. While both PMEN19
and PMEN27 were associated with serotypes 5 and 1 respectively
as in other countries, PMEN25 isolates in Malawi were associated
with only serotype 14 but elsewhere it has been associated with
both serotypes 15A and 19A [35] suggesting the occurrence of
ST6315A? ST6314 capsule switch in Malawi.
It has been shown that there was a decrease in IPD incidence
from six years prior to PCV13 implementation in Malawi in 2011
[3,6], however, our findings suggest this was not associated with
decrease in specific serotypes but possibly an increased population
host immunity possibly due to the nationwide scale-up of
antiretroviral therapy (ART), cotrimoxazole prophylaxis and food
security as previously reported [6,37]. While our dataset suggested
a decrease in prevalence of serotype 1 during the study period, this
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may reflect sampling bias for serotype 1 isolates particularly
between 2009 and 2010 due to sequencing of serotype 1 isolates
for another study [36]. This was confirmed using by randomly
serotyping isolates from the archive (unpublished data), which
showed no decrease in prevalence of serotype 1 but an increase
in serotype 5 in 2010 possibly because of a local outbreak, although
our findings appeared to overestimate the increase of serotype 5 in
2010 due to under sampling of serotype 1. Coalescent analysis of
serotype 1 isolates showed stable population sizes, which provides
further evidence that serotype 1’s population did not change pre-
vaccination. These findings show that the pneumococcal popula-
tion structure was stable before vaccination despite the decrease
in disease incidence, which was driven by increased population
immunity rather than decrease of certain serotypes.
Emergence and clonal expansion of antibiotic resistant strains
complicates treatment and increases likelihood for severe out-
comes because of treatment failure [38]. Highest resistance rates
were unexpectedly observed in serotype 1 (SC2), which is atypical
and challenges conventional knowledge that rarely carried are usu-
ally associated with low antimicrobial resistance rates due to lim-
ited recombination [39]. The reported antibiotic resistance rates in
Malawi are similar to those in other African settings [31,40] but are
higher than observed before vaccination in high income countries
including USA with the exception of penicillin and macrolide (ery-
thromycin), which are associated with higher resistance in the USA
[41] but in Malawi are associated with very low resistance rates.
The observation that highly resistant antibiotics (tetracycline,
chloramphenicol and cotrimoxazole) were associated with higher
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resistance among VT than NVT isolates suggest that their resis-
tance rates will decrease post-PCV13 implementation but peni-
cillin resistance may increase slightly because of its higher
prevalence among NVTs than VTs although this was not statisti-
cally significant. An increase of NVT serotypes post-vaccination
such as 12F (SC10), which showed the second highest MDR rate
(57.9%) in Malawi after serotype 1 (81.9%) remain a significant con-
cern. Serotype 12F exhibits high attack rate [42] and has been asso-
ciated with outbreaks globally [43,44]. Together these data suggest
that while implementation of PCV13 will reduce the disease bur-
den and antimicrobial resistance rates but continued surveillance
to monitor potential replacement serotypes such as serotype 12F
to remain crucial.
Capsule switching occurs predominantly due to recombination
and it leads to the emergence of vaccine escape serotypes
[28,45]. Such capsule switching is more likely to occur in settings
with high levels of recombination such as in Malawi [22] where
it may promote the emergence of vaccine-escape serotypes. Our
study showed high occurrence of capsule-switching across the
phylogeny and in some of the lineages the capsule-switch variants
were highly successful and subsequently replaced the original ser-
otype as clearly depicted by the existence of multiple lineages of
same serotype such as serotype 6A in SC3, SC15 and SC21. How-
ever, with regards to serotype replacement, most capsule-switch
variants with an NVT capsule were of low prevalence than VT-
associated capsule-switch variants suggesting that majority of
the pre-existing capsule-switched variants will be cleared post-
vaccination. Further analysis showed recent emergence of the
pneumococcal lineages in Malawi, which suggests recent importa-
tion or clonal expansion of certain sub-clades.
Several limitations need to be acknowledged. Firstly, we did not
perform temporal analysis of the serotypes because of potential
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under sampling of serotype 1 isolates between 2008 and 2010 but
this did not affect our estimates of serotype prevalence because we
did pooled analysis of the samples. Secondly, we did not include
carriage samples in our analysis, which would have revealed addi-
tional serotypes not common in IPD but cause carriage in Malawi.
Thirdly, due to fewer number of isolates sampled in certain years,
our dataset was not equipped to accurately show changes in the
prevalence of serotypes over time.
In conclusion, this study shows a high genetic diversity and sta-
bility of pneumococcal lineages and serotypes before the imple-
mentation of PCV13 vaccine in 2011. Serotype 1 accounted for
majority of the IPD cases but the observation of highest resistance
rates in this serotype defies conventional knowledge that infre-
quently carried pneumococcal lineages are typically susceptible
to antibiotics due to limited recombination. While occurrence of
natural capsule switching was evident, our findings suggest that
serotype replacement post-PCV13 implementation is likely to be
due to clonal expansion of NVT lineages rather than pre-existing
capsule switched serotypes because highly prevalent acquired
capsule-types were commonly associated with acquisition of
vaccine-targeted capsules. The recent emergence of pneumococcal
lineages and serotypes, and the potential emergence of replace-
ment serotypes post-vaccination shows that continued surveil-
lance is crucial to understand the pneumococcal epidemiology
and to inform infection prevention and control strategies. The
baseline genomic data provided in this study will enable more
accurate analysis of the lineage-specific changes in serotype distri-
bution post-PCV13 implementation in Malawi.
Author’s contribution
CC, SDB, WPH and DBE conceived the study. SDB, WPH and DBE
supervised study. NF, RSH and DBE provided clinical samples. MA,
JEC, AWK and CP did serotyping and DNA extraction. SDB and RAG
did whole genome sequencing. CC, SDB, WPH and DBE analyzed
the data. CC, WPH, SDB and DBE wrote the manuscript. CPA,
RAG, JEC, AWK, NB, AMK, CLM, AK, LM, RFB, NF, RSH, WPH, SDB
and DBE reviewed the manuscript. All the authors have read and
approved the final manuscript.
Funding sources
This work was supported by the Bill and Melinda Gates
Foundation, Wellcome Trust – United Kingdom awards number
OPP1023440 (DBE and SDB) and OPP1034556 (RFB, SDB and LM).
Activities at the Malawi-Liverpool-Wellcome Trust Clinical
Research Programme were supported by a core award number
084679/Z/08/Z from the Wellcome Trust. CC acknowledges PhD
Studentship funding from the Commonwealth Scholarship Com-
mission in the UK. The content is solely the responsibility of the
authors and does not necessarily represent the official views of
the funding agencies and the Centers for Disease Control and
Prevention (CDC).
Acknowledgements
Wewould like to thank the staff at Malawi-Liverpool-Wellcome
Trust Clinical Research Programme and the sequencing team at
Wellcome Trust Sanger Institute (WTSI).
Appendix A. Supplementary material
Supplementary data associated with this article can be found, in
the online version, at http://dx.doi.org/10.1016/j.vaccine.2017.07.
009.
References
[1] O’Brien KL, Wolfson LJ, Watt JP, Henkle E, Deloria-Knoll M, McCall N, et al.
Burden of disease caused by Streptococcus pneumoniae in children younger
than 5 years: global estimates. Lancet 2009;374:893–902.
[2] Wall EC, Cartwright K, Scarborough M, Ajdukiewicz KM, Goodson P,
Mwambene J, et al. High Mortality amongst adolescents and adults with
Bacterial Meningitis in Sub-Saharan Africa: an analysis of 715 cases from
Malawi. PLoS ONE 2013;8:e69783.
[3] Wall EC, Everett DB, Mukaka M, Bar-Zeev N, Feasey N, Jahn A, et al. Bacterial
meningitis in Malawian adults, adolescents, and children during the era of
antiretroviral scale-up and Haemophilus influenzae type b vaccination, 2000–
2012. Clin Infect Dis 2014.
[4] Gordon MA, Walsh AL, Chaponda M, Soko D, Mbvwinji M, Molyneux ME, et al.
Bacteraemia and mortality among adult medical admissions in Malawi–
predominance of non-typhi salmonellae and Streptococcus pneumoniae. J Infect
2001;42:44–9.
[5] Bar-Zeev N, Mtunthama N, Gordon SB, Mwafulirwa G, French N. Minimum
incidence of adult invasive pneumococcal disease in Blantyre, Malawi an urban
african setting: a hospital based prospective cohort study. PLoS One 2015;10:
e0128738.
[6] Everett DB, Mukaka M, Denis B, Gordon SB, Carrol ED, van Oosterhout JJ, et al.
Ten years of surveillance for invasive Streptococcus pneumoniae during the era
of antiretroviral scale-up and cotrimoxazole prophylaxis in Malawi. PLoS One
2011;6:e17765.
[7] Heinsbroek E, Tafatatha T, Phiri A, Ngwira B, Crampin AC, Read JM, et al.
Persisting high prevalence of pneumococcal carriage among HIV-infected
Table 1
Recent capsule switches in pneumococcal isolates pre-vaccination in Malawi.
Serotype switch Sequence cluster (SC) Sequence type Same STs Same serogroup Vaccine status
Previous serotype Switched serotype Previous serotype Switched serotype
6A? 6C SC3 ST9466 ST9466 Y Y VT NVT
6A? 6B SC3 ST2902 ST2902 Y Y VT VT
35B? 23F SC9 ST361 ST361 Y N NVT VT
35B? 19F SC9 ST361 ST361 Y N NVT VT
35B? 19A SC9 ST361 ST10599 Y N NVT VT
7A/F? 9A SC11 ST8672 ST9531 N N VT NVT
12F? 12B SC10 ST989 ST989 Y Y NVT NVT
12F? 46 SC10 ST989 ST9544 N N NVT NVT
12F? 12A SC10 ST989 ST989 N Y NVT NVT
12F? 9A SC10 ST989 ST989 Y N NVT NVT
18B/C? s18F SC13 ST9523 ST9523 Y Y VT NVT
18B/C? 25F SC13 ST9523 ST9523 Y N VT NVT
17F? 6A SC13 ST9926 ST9926 Y N NVT VT
15B/C? 6A SC18 ST9572 ST9572 Y N NVT VT
15B/C? 22A/F SC18 ST9936 ST9936 Y N NVT NVT
18B/C? 22A/F SC22 ST5266 ST5266 Y N VT NVT
18B/C? 9A SC22 ST5266 ST5266 N N VT NVT
23A? 9A SC22 ST5080 ST5080 Y N NVT NVT
C. Chaguza et al. / Vaccine 35 (2017) 4594–4602 4601
adults receiving antiretroviral therapy in Malawi: a cohort study. Aids
2015;29:1837–44.
[8] Gordon SB, Kanyanda S, Walsh AL, Goddard K, Chaponda M, Atkinson V, et al.
Poor potential coverage for 7-valent pneumococcal conjugate vaccine Malawi.
Emerg Infect Dis 2003;9:747–9.
[9] Kamng’ona AW, Hinds J, Bar-Zeev N, Gould KA, Chaguza C, Msefula C, et al.
High multiple carriage and emergence of Streptococcus pneumoniae vaccine
serotype variants in Malawian children. BMC Infect Dis 2015;15:234.
[10] Bentley S, Aanensen D, Mavroidi A, Saunders D, Rabbinowitsch E, Collins M,
et al. Genetic analysis of the capsular biosynthetic locus from all 90
pneumococcal serotypes. PLoS Genet 2006;2.
[11] Black S, Shinefield H, Fireman B, Lewis E, Ray P, Hansen JR, et al. Efficacy, safety
and immunogenicity of heptavalent pneumococcal conjugate vaccine in
children. Northern California Kaiser Permanente Vaccine Study Center
Group. Pediatr Infect Dis J. 2000;19:187–95.
[12] Cornick JE, Everett DB, Broughton C, Denis BB, Banda DL, Carrol ED, et al.
Invasive Streptococcus pneumoniae in children, Malawi, 2004–2006. Emerg
Infect Dis 2011;17:1107–9.
[13] Whitney C, Farley M, Hadler J, Harrison L, Bennett N, Lynfield R, et al. Decline
in invasive pneumococcal disease after the introduction of protein-
polysaccharide conjugate vaccine. N Engl J Med 2003;348:1737–46.
[14] Hanage WP, Bishop CJ, Lee GM, Lipsitch M, Stevenson A, Rifas-Shiman SL, et al.
Clonal replacement among 19A Streptococcus pneumoniae in Massachusetts,
prior to 13 valent conjugate vaccination. Vaccine 2011;29:8877–81.
[15] Bar-Zeev N, Kapanda L, King C, Beard J, Phiri T, Mvula H, et al. Methods and
challenges in measuring the impact of national pneumococcal and rotavirus
vaccine introduction on morbidity and mortality in Malawi. Vaccine
2015;33:2637–45.
[16] Everett DB, Cornick J, Denis B, Chewapreecha C, Croucher N, Harris S, et al.
Genetic characterisation of Malawian pneumococci prior to the roll-out of the
PCV13 vaccine using a high-throughput whole genome sequencing approach.
PLoS One 2012;7.
[17] Maiden M, Bygraves J, Feil E, Morelli G, Russell J, Urwin R, et al. Multilocus
sequence typing: a portable approach to the identification of clones within
populations of pathogenic microorganisms. Proc Natl Acad Sci USA
1998;95:3140–5.
[18] Enright MC, Spratt BG. A multilocus sequence typing scheme for Streptococcus
pneumoniae: identification of clones associated with serious invasive disease.
Microbiology 1998;144(Pt 11):3049–60.
[19] Pai R, Gertz RE, Beall B. Sequential multiplex PCR approach for determining
capsular serotypes of Streptococcus pneumoniae isolates. J Clin Microbiol
2006;44:124–31.
[20] Croucher NJ, Finkelstein JA, Pelton SI, Parkhill J, Bentley SD, Hanage WP, et al.
Data from: population genomic datasets describing the post-vaccine
evolutionary epidemiology of Streptococcus pneumoniae. Dryad Data
Repository 2015.
[21] Cheng L, Connor TR, Sirén J, Aanensen DM, Corander J. Hierarchical and
spatially explicit clustering of DNA sequences with BAPS software. Mol Biol
Evol 2013.
[22] Chaguza C, Andam CP, Harris SR, Cornick JE, Yang M, Bricio-Moreno L, et al.
Recombination in Streptococcus pneumoniae lineages increase with carriage
duration and size of the polysaccharide capsule. mBio, 7, 2016.
[23] Brueggemann AB, Spratt BG. Geographic distribution and clonal diversity of
Streptococcus pneumoniae serotype 1 isolates. J Clin Microbiol
2003;41:4966–70.
[24] Chaguza C, Cornick JE, Harris SR, Andam CP, Bricio-Moreno L, Yang M, et al.
Understanding pneumococcal serotype 1 biology through population genomic
analysis. BMC Infect Dis 2016;16:649.
[25] Tamayo M, Sa-Leao R, Santos Sanches I, Castaneda E, de Lencastre H.
Dissemination of a chloramphenicol- and tetracycline-resistant but
penicillin-susceptible invasive clone of serotype 5 Streptococcus pneumoniae
in Colombia. J Clin Microbiol. 1999;37:2337–42.
[26] Sa-Leao R, Tomasz A, Sanches IS, Brito-Avo A, Vilhelmsson SE, Kristinsson KG,
et al. Carriage of internationally spread clones of Streptococcus pneumoniae
with unusual drug resistance patterns in children attending day care centers in
Lisbon, Portugal. J Infect Dis 2000;182:1153–60.
[27] Drummond AJ, Suchard MA, Xie D, Rambaut A. Bayesian phylogenetics with
BEAUti and the BEAST 1.7. Mol Biol Evol 2012;29:1969–73.
[28] Wyres KL, Lambertsen LM, Croucher NJ, McGee L, von Gottberg A, Liñares J,
et al. Pneumococcal capsular switching: a historical perspective. J Infect Dis
2013;207:439–49.
[29] Johnson HL, Deloria-Knoll M, Levine OS, Stoszek SK, Freimanis Hance L,
Reithinger R, et al. Systematic evaluation of serotypes causing invasive
pneumococcal disease among children under five: the pneumococcal global
serotype project. PLoS Med 2010;7:e1000348.
[30] Claire M, Cheryl C, Stefano T, Susan M, Linda G, Vanessa Q, et al. Epidemiology
of serotype 1 invasive pneumococcal disease, South Africa, 2003–2013. Emerg
Infect Dis J 2016;22.
[31] Ndlangisa KM, du Plessis M, Wolter N, de Gouveia L, Klugman KP, von Gottberg
A. Population snapshot of Streptococcus pneumoniae causing invasive disease in
South Africa prior to introduction of pneumococcal conjugate vaccines. PLoS
One 2014;9:e107666.
[32] Brueggemann AB, Muroki BM, Kulohoma BW, Karani A, Wanjiru E, Morpeth S,
et al. Population genetic structure of Streptococcus pneumoniae in Kilifi, Kenya,
prior to the introduction of pneumococcal conjugate vaccine. PLoS One
2013;8:e81539.
[33] Sandra SR, Kristopher PH, Cassie LD, Fathollah R, Daniel JD, Gary VD.
Pneumococcal serotypes before and after introduction of conjugate vaccines,
United States, 1999–2011. Emerg Infect Dis J 2013;19:1074.
[34] McGee L, McDougal L, Zhou J, Spratt BG, Tenover FC, George R, et al.
Nomenclature of major antimicrobial-resistant clones of Streptococcus
pneumoniae defined by the pneumococcal molecular epidemiology network.
J Clin Microbiol 2001;39:2565–71.
[35] Dicuonzo G, Gherardi G, Gertz RE, D’Ambrosio F, Goglio A, Lorino G, et al.
Genotypes of invasive pneumococcal isolates recently recovered from Italian
patients. J Clin Microbiol 2002;40:3660–5.
[36] Cornick JE, Chaguza C, Harris SR, Yalcin F, Senghore M, Kiran AM, et al. Region-
specific diversification of the highly virulent serotype 1 Streptococcus
pneumoniae. Microbial Genom 2015;1.
[37] Feasey NA, Houston A, Mukaka M, Komrower D, Mwalukomo T, Tenthani L,
et al. A reduction in adult blood stream infection and case fatality at a large
African hospital following antiretroviral therapy roll-out. PLoS One 2014;9:
e92226.
[38] Singer ME, Harding I, Jacobs MR, Jaffe DH. Impact of antimicrobial resistance
on health outcomes in the out-patient treatment of adult community-acquired
pneumonia: a probability model. J Antimicrob Chemother 2003;51:1269–82.
[39] Ritchie ND, Mitchell TJ, Evans TJ. What is different about serotype 1
pneumococci? Future Microbiol 2011;7:33–46.
[40] Donkor ES, Adegbola RA, Wren BW, Antonio M. Population biology of
Streptococcus pneumoniae in West Africa: multilocus sequence typing of
serotypes that exhibit different predisposition to invasive disease and carriage.
PLoS One 2013;8:e53925.
[41] KyawMH, Lynfield R, Schaffner W, Craig AS, Hadler J, Reingold A, et al. Effect of
introduction of the pneumococcal conjugate vaccine on drug-resistant
Streptococcus pneumoniae. N Engl J Med 2006;354:1455–63.
[42] Sleeman KL, Griffiths D, Shackley F, Diggle L, Gupta S, Maiden MC, et al.
Capsular serotype-specific attack rates and duration of carriage of
Streptococcus pneumoniae in a population of children. J Infect Dis
2006;194:682–8.
[43] Deng X, Peirano G, Schillberg E, Mazzulli T, Gray-Owen SD, Wylie JL, et al.
Whole-genome sequencing reveals the origin and rapid evolution of an
emerging outbreak strain of Streptococcus pneumoniae 12F. Clin Infect Dis
2016;62:1126–32.
[44] Zulz T, Wenger JD, Rudolph K, Robinson DA, Rakov AV, Bruden D, et al.
Molecular characterization of Streptococcus pneumoniae serotype 12F isolates
associated with rural community outbreaks in Alaska. J Clin Microbiol
2013;51:1402–7.
[45] Brueggemann AB, Pai R, Crook DW, Beall B. Vaccine escape recombinants
emerge after pneumococcal vaccination in the United States. PLoS Pathog
2007;3:e168.
4602 C. Chaguza et al. / Vaccine 35 (2017) 4594–4602
